Most Herbaspirillum seropedicae strains are beneficial to plants. In contrast, H. seropedicae strain Os45, isolated from rice roots, is pathogenic. The draft genome sequence of strain Os45 presented here allows an in-depth comparative genome analysis to understand the subtle mechanisms of beneficial and pathogenic Herbaspirillum-plant interactions.
By subsequent PCR and resequencing, 16 genome gaps were closed, and 144 contigs remained.
The draft genome sequence of strain Os45 comprises 5,633,155 bases representing more than 99.9% of the estimated genome size and has a GϩC content of 61.6%. A total of 4,978 coding sequences (CDSs) were predicted by using Prodigal version 2.6 with default parameters (5) . The size and CDS numbers of the Os45 genome are close to those of the reference SmR1 genome (5,513,887 bp and 4,735 CDS). Putative functions of CDSs were automatically identified by using the GenDB annotation engine (11) . The chromosome has 3 rRNA operons and 75 tRNAs predicted by RNAmmer and tRNAscan (8, 10) . About 81.4% of its open reading frames (ORFs) have orthologs in the reference genome (BLASTP Ͻ 1eϪ5), whereas 925 ORFs were not found in the reference genome.
Like the plant growth-promoting strain SmR1, Os45 contains genes for nitrogen fixation, indoleacetic acid synthesis, siderophore production, and ACC deaminase and also contains genes for type III and type VI secretion systems and type IV pili, which are involved in translocating effectors into the cytoplasm of eukaryotic host cells (14) . The genome sequence of H. seropedicae Os45 provides a genomic basis for in-depth comparative genome analyses to understand the subtle mechanisms of beneficial and pathogenic Herbaspirillum-plant interactions.
Nucleotide sequence accession numbers. This Whole Genome Shotgun project has been deposited at DDBJ/EMBL/ GenBank under the accession no. AMSA00000000. The version described in this paper is the first version, AMSA01000000. 
ACKNOWLEDGMENTS

